Conjugation in the fission yeast Schizosaccharomyces pombe involves the reciprocal exchange of diffusible mating pheromones; cells of mating type Minus release M-factor which induces mating-specific changes in Plus cells while P cells release P-factor that prepares M cells for mating [for review, see 11. P-factor is an unmodified peptide of 23 amino acids [2] and M-factor is a nonapeptide in which the C-terminal cysteine residue is both carboxyl methylated and farnesylated at the thiol group [3]. P-factor is released into the medium via the conventional secretory pathway but Mfactor is transported directly across the plasma membrane by an ATP-dependent transporter and, as part of our work to define the communication process at the molecular level, we now report the identification of this transporter.
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M-factor production is greatly reduced in the maml mutant although transcription of the M-factor genes is normal and the pheromone produced is fully modified [4, 5] . This is consistent with a defect in the pheromone transporter but we were unable to clone the m a m l gene by functional complementation and used an alternative strategy. Individual clones representing the region containing the mum1 gene [4] were obtained from an ordered cosmid library [6] and screened by PCR using oligonucleotides designed to amplify a highly conserved region from genes encoding members of the ABC family of transporters. One cosmid gave a PCR product that appeared to have originated from an ABC transporter and this was used to isolate the full length gene from an S.pombe genomic library. This gene complemented the mating defect of the mum1 mutant. To confirm that the cloned gene was maml and not an extragenic suppressor, the wild-type allele was disrupted by one step gene replacement. Disruption had no apparent effect in P cells but caused sterility in M cells. Furthermore, all of the M cell progeny produced following protoplast fusion of the disrupted strain with a strain carrying the original maml mutation were also sterile. These results strongly suggest that the cloned gene is maml.
Sequence analysis of mum1 reveals an uninterrupted open reading frame with the potential to encode a protein of 1,336 amino acids that is likely to be a member of the ABC superfamily of transporters (Figure 1) . A database search revealed that Maml is most closely related to the STE6 transporter from Saccharomyces cerevisiae. STE6 is functionally homologous to Maml as it is the transporter for the a-factor mating pheromone in the budding yeast.
Northern blot analysis revealed that expression of mum1 is restricted to M cells and, while expressed under all growth conditions, transcription was increased by nitrogen starvation and further increased by stimulation with P-factor (not shown). In common with many genes involved in sexual differentiation in S.pombe [9] , transcription of maml was dependent on the Stel 1 transcription factor (not shown). 
